. IHC expression analysis with IGF1R and lens markers CRYAB (A) and SOX1 and CRYAA at 6.3 PCW (B, C). Lens fibers are depicted by arrowheads and nuclei comprising the lens bow with arrows. Scale bars: A, B = 100µm, C = 50µm. The Wilcoxon rank-sum test was performed on the expression differences between developmental stages to identify the earliest stage with a significant and sustained increase in the expression of markers. Ad=adult retina; (B) Expression of markers across the three developmental windows (defined by ME-based cluster analysis) and adult retina plotted as log2transformed counts per million. The Wilcoxon rank-sum test was performed on the expression differences to identify developmental stages with peak expression of these markers. The red arrows indicate a significant and sustained increase in expression (p< 0.05). Development: doi:10.1242/dev.169474: Supplementary information circRNA expression in developmental windows defined by the ME-based cluster analysis. CircRNA Table S1 . Summary of human embryonic and fetal specimens used for the RNA-seq analysis together with information of uniquely mapped reads. Table S2 . Differential gene expression analysis for each stage of development defined by ME-based cluster analysis (comparisons performed between two sequential stages for example 4.6-7.2 PCW vs 7.7-10 PCW). Log2 fold change of >1 and < -1 and padj< 0.05 were used as thresholds. Summary of GO terms for upregulated and downregulated genes are shown below the list of differentially expressed genes. Table S3 . Summary of transcription factors identified by iRegulon for each developmental stage defined by ME-based cluster analysis and available data on animal models retrieved from MGI and retinal disease database (OMIM). Table S4 . Differential exon usage analysis for each stage of development defined by ME-based cluster analysis (comparisons performed between two sequential stages for example 4.6-7.2 PCW vs 7.7-10 PCW). Inclusion difference >than 5% padj< 0.05 were used as thresholds. Table S5 . Summary of GO terms for biological process of differentially spliced transcripts for each stage of development defined by ME-based cluster analysis (comparisons performed between two sequential stages for example 4.6-7.2 PCW vs 7.7-10 PCW). Table S6 . CircRNAs identified in all samples. Splice donor and acceptor positions, and frequency, of all back-splice junctions are given. For every back-splice, the frequencies of all canonical junctions from the transcript annotation are also given Table S7 . Normalised total circRNA junction counts per gene compared between adjacent developmental windows, defined by ME-based cluster analysis. The student t-test was used to calculate p-values, with a Benjamini-Hochberg false discovery rate of 0.05 applied (padj). 
